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Genome Analysis of a Transmissible Lineage of Pseudomonas aeruginosa Reveals Pathoadaptive Mutations and Distinct
Evolutionary Paths of Hypermutators.
Genome sequencing of bacterial pathogens has advanced our understanding of their evolution, epidemiology, and
response to antibiotic therapy. However, we still have only a limited knowledge of the molecular changes in in vivo
evolving bacterial populations in relation to long-term, chronic infections. For example, it remains unclear what genes are
mutated to facilitate the establishment of long-term existence in the human host environment, and in which way acquisition
of a hypermutator phenotype with enhanced rates of spontaneous mutations influences the evolutionary trajectory of the
pathogen. Here we perform a retrospective study of the DK2 clone type of P. aeruginosa isolated from Danish patients
suffering from cystic fibrosis (CF), and analyze the genomes of 55 bacterial isolates collected from 21 infected individuals
over 38 years. Our phylogenetic analysis of 8,530 mutations in the DK2 genomes shows that the ancestral DK2 clone type
spread among CF patients through several independent transmission events. Subsequent to transmission, sub-lineages
evolved independently for years in separate hosts, creating a unique possibility to study parallel evolution and
identification of genes targeted by mutations to optimize pathogen fitness (pathoadaptive mutations). These genes were
related to antibiotic resistance, the cell envelope, or regulatory functions, and we find that the prevalence of pathoadaptive
mutations correlates with evolutionary success of co-evolving sub-lineages. The long-term co-existence of both normal
and hypermutator populations enabled comparative investigations of the mutation dynamics in homopolymeric sequences
in which hypermutators are particularly prone to mutations. We find a positive exponential correlation between the length
of the homopolymer and its likelihood to acquire mutations and identify two homopolymer-containing genes preferentially
mutated in hypermutators. This homopolymer facilitated differential mutagenesis provides a novel genome-wide
perspective on the different evolutionary trajectories of hypermutators, which may help explain their emergence in CF
infections.
 
General information
State: Published
Organisations: Department of Systems Biology, Infection Microbiology
Authors: Marvig, R. L. (Intern), Johansen, H. K. (Intern), Molin, S. (Intern), Jelsbak, L. (Intern)
Publication date: 2013
Main Research Area: Technical/natural sciences
 
Publication information
Journal: P L o S Genetics
Volume: 9
Issue number: 9
Article number: e1003741
ISSN (Print): 1553-7390
Ratings: 
BFI (2017): BFI-level 2 
Web of Science (2017): Indexed yes 
BFI (2016): BFI-level 2 
Scopus rating (2016): CiteScore 5.93 SJR 5.182 SNIP 1.523 
Web of Science (2016): Indexed yes 
BFI (2015): BFI-level 2 
Scopus rating (2015): SJR 6.335 SNIP 1.63 CiteScore 6.86 
BFI (2014): BFI-level 2 
Scopus rating (2014): SJR 6.937 SNIP 1.757 CiteScore 7.63 
Web of Science (2014): Indexed yes 
BFI (2013): BFI-level 2 
Scopus rating (2013): SJR 6.605 SNIP 1.718 CiteScore 7.74 
ISI indexed (2013): ISI indexed yes 
Web of Science (2013): Indexed yes 
BFI (2012): BFI-level 2 
Scopus rating (2012): SJR 6.819 SNIP 1.863 CiteScore 8.17 
ISI indexed (2012): ISI indexed yes 
Web of Science (2012): Indexed yes 
BFI (2011): BFI-level 2 
Scopus rating (2011): SJR 6.697 SNIP 1.828 CiteScore 7.53 
ISI indexed (2011): ISI indexed yes 
Web of Science (2011): Indexed yes 
BFI (2010): BFI-level 1 
Scopus rating (2010): SJR 7.273 SNIP 1.69 
BFI (2009): BFI-level 2 
Scopus rating (2009): SJR 4.947 SNIP 1.38 
BFI (2008): BFI-level 2 
Scopus rating (2008): SJR 4.402 SNIP 1.045 
Web of Science (2008): Indexed yes 
Scopus rating (2007): SJR 4.215 SNIP 1 
Scopus rating (2006): SJR 4.023 SNIP 0.648 
Web of Science (2006): Indexed yes 
Original language: English
Electronic versions: 
pgen.1003741.pdf 
DOIs: 
10.1371/journal.pgen.1003741 
Source: dtu
Source-ID: n::oai:DTIC-ART:pubmed/392297127::32036
Publication: Research - peer-review › Journal article – Annual report year: 2013
 
